. Morphological appearance of 3-4 weeks old plants of wild-type and tgg single and double mutants. (Scale bar = 1 cm). Figure S2 . The contents of FAs (nmol g-1 tissue wt.) (Fresh wt. basis) in rosette leaves of wild-type, tgg1, tgg2 single and tgg1 tgg2 double mutants from FAME analysis. Error bars represent S.E. Figure S3 . The contents of FAs in rosette leaves of wild-type, tgg1, tgg2 single and tgg1 tgg2 double mutants from leaf cutin analysis. Error bars represent S.E. Table S1 . Compounds detected in leaves of wild-type, tggl, tgg2 single and tggl tgg2 double mutants of Arabidopsis from FAME analysis. Table S2 . Compounds detected in wild-type, tggl, tgg2 single and tggl tgg2 double mutants of Arabidopsis from leaf cutin analysis. Table S3 . Compounds detected by LC-QTOF-MS (ESI negative mode) in leaves of wildtype, tggl, tgg2 single and tggl tgg2 double mutants of Arabidopsis through untargeted metabolic profiling. Table S4a . The list of structurally annotated/identified metabolites (obtained from FAME (F), leaf cutin (C) and untargeted metabolic profiling (L)) with values (log2 ratio) used for 2D principal component analysis (PCA) and Hierarchical cluster analysis (HCA). Table S4b . The list of structurally annotated/identified metabolites (obtained from FAME (F), leaf cutin (C) and untargeted metabolic profiling (L)) with peak intensity values which were used to quantify log2 ratios (Table S4a ). (71), 121(58), 55(57) 
